
TASSEL is a Java platform for analysis of crop genomic diversity. It provides functionality for 
association studies, linkage, principal component analysis, cluster analysis, imputation and data 
visualization. The software is provided by the Buckler Lab for Maize Genetics and Diversity. The 
program is available from TASSEL Download. Data from T3 website can be accessed by  
saving from T3 then importing into TASSEL. 
 
Download data from T3 website then import the data into TASSEL 
 

1. The data can be selected by Select => Wizard or Select => Lines by Genotype Experiment 

 
2. Go to Select => Genetic Map 

 
  



3. Go to Download => Genotype and Phenotype Data - Select VCF format 
4. Select “Create File” 

 
 
  



5. In TASSEL select File => Open then select genotype.vcf file. 

 
 

 


